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BAIN, GILFILLAN, 
& OLSTEIN 



ENTERED 



SEQUENCE LISTING 

1 (1) GENERAL INFORMATION: 

2 (i) APPLICANT: Murphy et al . 

3 (ii) TITLE OF INVENTION: Amidases 

4 (iii) NUMBER OF SEQUENCES: 4 

5 (iv) CORRESPONDENCE ADDRESS: 

6 (A) ADDRESSEE: CARELLA, BYRNE, 

7 CECCHI , STEWART 

8 (B) STREET: 6 BECKER FARM ROAD 

9 (C) CITY: ROSELAND 

10 (D) STATE: NEW JERSEY 

11 (E) COUNTRY: USA 

12 (F) ZIP: 07068 

13 (V) COMPUTER READABLE FORM: 

14 (A) MEDIUM TYPE: 3.5 INCH DISKETTE 

15 (B) COMPUTER: IBM PS/2 

16 (C) OPERATING SYSTEM: MS-DOS 

17 (D) SOFTWARE: WORD PERFECT 5.1 

18 (vi) CURRENT APPLICATION DATA: 

C--> 19 (A) APPLICATION NUMBER: US/09/966,803 

C--> 20 (B) FILING DATE: 27-Sep-2001 

21 (C) CLASSIFICATION: 

22 (Vii) PRIOR APPLICATION DATA: 

23 (A) APPLICATION NUMBER: US/09/609,570 

24 (B) FILING DATE: 30-Jun-2000 

25 (A) APPLICATION NUMBER: 09/427,372 

26 (B) FILING DATE: 

27 (viii) ATTORNEY/AGENT INFORMATION: 

28 (A) NAME: Charles J. Herron 

29 (B) REGISTRATION NUMBER: 28,019 

30 (C) REFERENCE/DOCKET NUMBER: 331400-53 

31 (ix) TELECOMMUNICATION INFORMATION: 

32 (A) TELEPHONE: 201-994-1700 

33 (B) TELEFAX: 201-994-1744 

34 (2) INFORMATION FOR SEQ ID NO : 1: 

35 (i) SEQUENCE CHARACTERISTICS: 

36 (A) LENGTH: 1869 NUCLEOTIDES 
3 7 (B) TYPE: NUCLEIC ACID 

3 8 (C) STRANDEDNESS : SINGLE 
39 (D) TOPOLOGY: LINEAR 

W--> 40 (ii) MOLECULE TYPE: DNA 

41 (Xi) SEQUENCE DESCRIPTION: SEQ ID NO : 1 : 

4 2 ATG ACC GGC ATC GAA TGG AAC CAC GAG ACC TTT TCT AAG TTC GCC TAC 4 8 
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Trp 


Asn 




62 








100 










105 










110 








63 


GAC 


GAT 


TCA 


AGG 


AGA 


CTC 


TTA 


GTT 


GTC 


GGC 


TTC 


AAG 


AGG 


AGG 


GAC 


GAT 


384 


64 


Asp 


Asp 


Ser 


Arg 


Arg 


Leu 


Leu 


Val 


Val 


Gly 


Phe 


Lys 


Arg 


Arg 


Asp 


Asp 




65 






115 










120 










125 










66 


GAG 


GAC 


TTC 


GTC 


TTT 


GAC 


GAC 


GAC 


GTC 


CCG 


GTC 


TGG 


TTC 


GAC 


AAT 


ATG 


432 


67 


Glu 


Asp 


Phe 


Val 


Phe 


Asp 


Asp 


Asp 


Val 


Pro 


Val 


Trp 


Phe 


Asp 


Asn 


Met 




68 




130 










135 










140 












69 


GGA 


TTC 


TTT 


GAT 


GGA 


GAG 


AAG 


ACG 


ACG 


TTC 


TGG 


GTT 


CTT 


GAC 


ACT 


GAG 


480 


70 


Gly 


Phe 


Phe 


Asp 


Gly 


Glu 
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GAT 
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GTT 
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ATA 
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TTC 


720 


85 


Ser 


Asp 


Gly 


Lys 


Arg 


He 


Leu 


Leu 


Arg 


Gly 
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Lys 


Lys 


Lys 


Arg 
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86 


225 
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240 




87 


ATC 


AGC 


GAG 


CAC 


GAC 


TGG 


CTG 


TAC 


CTC 


TGG 


GAC 


GGC 


GAG 


CTT 


AAA 


CCG 


768 


88 


He 


Ser 


Glu 


His 


Asp 


Trp 


Leu 


Tyr 


Leu 


Trp 


Asp 


Gly 


Glu 


Leu 


Lys 


Pro 




89 










245 










250 










255 






90 


ATC 


TAC 


GAG 


GGC 


CCG 


CTC 


GAC 


GTC 


TGG 


GAA 


GCC 


AAG 


CTC 


ACG 


GAA 


GGA 


816 


91 


He 


Tyr 


Glu 


Gly 


Pro 


Leu 
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Val 


Trp 


Glu 


Ala 


Lys 


Leu 


Thr 


Glu 


Gly 
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92 260 265 270 

93 AAG GTC TAC TTC CTC ACT CCA GAT GCG GGC AGG GTA AAC CTC TGG CTC 864 

94 Lys Val Tyr Phe Leu Thr Pro Asp Ala Gly Arg Val Asn Leu Trp Leu 

95 275 280 285 

96 TGG GAC GGG AAG GCC GAG CGT GTT GTT ACC GGC GAC CAC TGG ATT TAC 912 

97 Trp Asp Gly Lys Ala Glu Arg Val Val Thr Gly Asp His Trp lie Tyr 

98 290 295 300 

99 GGG CTT GAC GTC AGC GAT GGC AAA GCA TTG CTC CTC ATC ATG ACC GCC 960 

100 Gly Leu Asp Val Ser Asp Gly Lys Ala Leu Leu Leu lie Met Thr Ala 

101 305 310 315 320 

102 ACG AGG ATA GGC GAG CTC TAC CTC TAC GAC GGC GAG CTG AAA CAG GTC 1008 

103 Thr Arg lie Gly Glu Leu Tyr Leu Tyr Asp Gly Glu Leu Lys Gin Val 

104 ' 325 330 335 

105 ACC GAA TAC AAC GGG CCG ATA TTC AGG AAG CTC AAG ACC TTC GAG CCG 1056 

106 Thr Glu Tyr Asn Gly Pro lie Phe Arg Lys Leu Lys Thr Phe Glu Pro 

107 340 345 350 

108 AGG CAC TTC CGC TTC AAG AGC AAA GAC CTC GAG ATA GAC GGC TGG TAC 1104 

109 Arg His Phe Arg Phe Lys Ser Lys Asp Leu Glu lie Asp Gly Trp Tyr 

110 355 360 365 

111 CTC AGG CCG GAG GTT AAA GAG GAG AAG GCC CCG GTG ATA GTC TTC GTC 1152 

112 Leu Arg Pro Glu Val Lys Glu Glu Lys Ala Pro Val lie Val Phe Val 

113 370 375 380 

114 CAC GGC GGG CCG AAG GGC ATG TAC GGA CAC CGC TTC GTC TAC GAG ATG 1200 

115 His Gly Gly Pro Lys Gly Met Tyr Gly His Arg Phe Val Tyr Glu Met 

116 385 390 395 400 

117 CAG CTG ATG GCG AGC AAG GGC TAC TAC TGC TGC TTC GTG AAC CCG CGC 1248 

118 Gin Leu Met Ala Ser Lys Gly Tyr Tyr Val Val Phe Val Asn Pro Arg 

119 405 410 415 

120 GGC AGC GAC GGC TAT AGC GAA GAC TTC GCG CTC CGC GTC CTG GAG AGG 1296 

121 Gly Ser Asp Gly Tyr Ser Glu Asp Phe Ala Leu Arg Val Leu Glu Arg 

122 420 425 430 

12 3 ACT GGC TTG GAG GAC TTT GAG GAC ATA ATG AAC GGC ATC GAG GAG TTC 1344 

124 Thr Gly Leu Glu Asp Phe Glu Asp lie Met Asn Gly lie Glu Glu Phe 

125 435 440 445 

12 6 TTC AAG CTC GAA CCG CAG GCC GAC AGG GAG CGC GTT GGA ATA ACG GGC 13 92 

127 Phe Lys Leu Glu Pro Gin Ala Asp Arg Glu Arg Val Gly lie Thr Gly 

128 450 455 460 

12 9 ' ATA AGC TAC GGC GGC TTC ATG ACC AAC TGG GCC TTG ACT CAG AGC GAC 14 40 

130 lie Ser Tyr Gly Gly Phe Met Thr Asn Trp Ala Leu Thr Gin Ser Asp 

131 465 470 475 480 

13 2 CTC TTC AAG GCA GGA ATA AGC GAG AAC GGC ATA AGC TAC TGG CTC ACC 1488 

133 Leu Phe Lys Ala Gly lie Ser Glu Asn Gly lie Ser Tyr Trp Leu Thr 

134 485 490 495 

13 5 AGC TAC GCC TTC TCG GAC ATA GGG CTC TGG TAC GAC GTC GAG GTC ATC 153 6 

136 Ser Tyr Ala Phe Ser Asp lie Gly Leu Trp Tyr Asp Val Glu Val lie 

137 500 505 510 

13 8 GGG CCA AAT CCG TTA GAG AAC GAG AAC TTC AGG AAG CTC AGC CCG CTG 1584 

139 Gly Pro Asn Pro Leu Glu Asn Glu Asn Phe Arg Lys Leu Ser Pro Leu 

140 515 520 525 
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160 (2) 


INFORMATION FOR SEQ ID NO : 2 






















161 


(i) 


SEQUENCE CHARACTERISTICS: 




















162 




(A) 


LENGTH 


: 622 AMINO ACIDS 
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(B) 


TYPE: AMINO ACID 






















164 




(C) 


STRANDEDNESS : 
























165 




(D) 


TOPOLOGY: LINEAR 






















166 


(ii) 


MOLECULE TYPE: PROTEIN 
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(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 


: 2: 
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Val 
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Val 
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Asp 
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Asp 


Asp 
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Val 
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Trp 
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135 
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Trp 


Val 
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Asp 


Thr 
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Trp 


His 


Gly 


Asp 


Ala 


He 


Val 


Val 


Asn 


Val 


Pro 


His 


Arg 


Glu 


Gly 





file://C:\Crf3\Outhold\VsrI966803.htm 3/ 1 2/02 



Page 5 of 7 



RAW SEQUENCE LISTING DATE: 03/12/2002 

PATENT APPLICATION: US/09/966,803 TIME: 09:44:20 



Input Set : N:\Crf3\RULE60\09966803.raw 
Output Set: N:\CRF3\03122002\I966803.raw 



191 




192 


Ser 


193 




194 


Gly 


195 




196 


Ser 


197 


225 


198 


lie 


199 




200 


He 


201 




202 


Lys 


203 




204 


Trp 


205 




206 


Gly 


207 


305 


208 


Thr 


209 




210 


Thr 


211 




212 


Arcr 


213 




214 


Leu 


215 




216 


His 


217 


385 


218 


Gin 


219 




220 


Gly 


221 




222 


Thr 


223 




224 


Phe 


225 




226 


He 


227 


465 


228 


Leu 


229 




230 


Ser 


231 




232 


Gly 


233 




234 


Phe 


235 




236 


Glu 


237 


545 


238 


Leu 


239 





180 

Lys Pro Ala 

195 
Glu Glu Glu 
210 

Asp Gly Lys 

Ser Glu His 

Tyr Glu Gly 
260 

Val Tyr Phe 

275 
Asp Gly Lys 
290 

Leu Asp Val 

Arg He Gly 

Glu Tyr Asn 
340 

His Phe Arg 
355 

Arg Pro Glu 
370 

Gly Gly Pro 

Leu Met Ala 

Ser Asp Gly 
420 

Gly Leu Glu 
435 

Lys Leu Glu 
450 

Ser Tyr Gly 

Phe Lys Ala 

Tyr Ala Phe 
500 

Pro Asn Pro 

515 
Tyr Ala Gin 
530 

Asp Tyr Arg 
Lys Asp Met 



Leu Phe Lys 

Lys Leu Phe 
215 

Arg He Leu 
230 

Asp Trp Leu 
245 

Pro Leu Asp 

Leu Thr Pro 

Ala Glu Arg 
295 

Ser Asp Gly 
310 

Glu Leu Tyr 
325 

Gly Pro He 

Phe Lys Ser 

Val Lys Glu 
375 

Lys Gly Met 
390 

Ser Lys Gly 
405 

Tyr Ser Glu 

Asp Phe Glu 

Pro Gin Ala 
455 

Gly Phe Met 
470 

Gly He Ser 
485 

Ser Asp He 

Leu Glu Asn 

Asn Val Lys 
535 

Cys Pro Leu 
550 

Gly Lys Glu 
565 



185 • 
Phe Tyr Asp 
200 

Glu Arg Val 

Leu Arg Gly 

Tyr Leu Trp 
250 

Val Trp Glu 
265 

Asp Ala Gly 
280 

Val Val Thr 

Lys Ala Leu 

Leu Tyr Asp 
330 

Phe Arg Lys 
345 

Lys Asp Leu 
360 

Glu Lys Ala 

Tyr Gly His 

Tyr Tyr Val 
410 

Asp Phe Ala 
425 

Asp He Met 
440 

Asp Arg Glu 

Thr Asn Trp 

Glu Asn Gly 
490 

Gly Leu Trp 
505 

Glu Asn Phe 
520 

Ala Pro He 

Asp Gin Ser 

Ala Tyr He 
570 



He Val Leu 
205 

Ser Phe Glu 
220 

Lys Lys Lys 
235 

Asp Gly Glu 

Ala Lys Leu 

Arg Val Asn 
285 

Gly Asp His 
300 

Leu Leu He 
315 

Gly Glu Leu 

Leu Lys Thr 

Glu He Asp 
365 

Pro Val He 
380 

Arg Phe Val 
395 

Val Phe Val 

Leu Arg Val 

Asn Gly He 
445 

Arg Val Gly 
460 

Ala Leu Thr 
475 

He Ser Tyr 

Tyr Asp Val 

Arg Lys Leu 
525 

Leu Leu He 

540 
Leu Met Phe 
555 

Ala He Phe 



190 

Trp Lys Asp 

Ala Val Asp 

Lys Arg Phe 
240 

Leu Lys Pro 
255 

Thr Glu Gly 
270 

Leu Trp Leu 

Trp He Tyr 

Met Thr Ala 
320 

Lys Gin Val 
335 

Phe Glu Pro 
350 

Gly Trp Tyr 

Val Phe Val 

Tyr Glu Met 
400 

Asn Pro Arg 
415 

Leu Glu Arg 
4 30 

Glu Glu Phe 

He Thr Gly 

Gin Ser Asp 
480 

Trp Leu Thr 
495 

Glu Val He 
510 

Ser Pro Leu 

His Ser Leu 

Tyr Asn Val 
560 

Lys Arg Gly 
575 
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